The asymmetric unit of the title compound, C 12 H 12 N 2 Á-C 7 H 7 NO 2 , contains two 3-aminobenzoic acid molecules and two 1,2-bis(4-pyridyl)ethane molecules. In the two 1,2-bis(4-pyridyl)ethane molecules, the dihedral angles between the pyridyl rings are 2.99 (9) and 46.78 (8) . In the crystal, the molecules associate through amine and carboxyl group N-HÁ Á ÁO C interactions between one of the 3-aminobenzoic acid molecules and one of the 1,2-bis(4-pyridyl)ethane molecules, generating R 2 2 (14) dimers, which are extended head-totail via amine and pyridine N-HÁ Á ÁN hydrogen bonds. Intermolecular O-HÁ Á ÁN, N-HÁ Á ÁO, N-HÁ Á ÁN and C-HÁ Á ÁO hydrogen bonding are observed in the crystal structure. C-HÁ Á Á and -stacking interactions [centroid-centroid distance = 3.9985 (10) Å ] are also present. Table 1 Hydrogen-bond geometry (Å , ).
Related literature
Cg5 is the centroid of the C2-C7 ring. Symmetry codes: (i) Àx þ 1; Ày þ 1; Àz þ 1; (ii) Àx þ 1; Ày þ 1; Àz; (iii) x; y À 1; z À 1; (iv) Àx þ 1; Ày; Àz; (v) Àx þ 2; Ày þ 1; Àz; (vi) x þ 1; y; z. 
Comment
The structures of a number of 1:1 adduct compounds of 3-aminobenzoic acid with Lewis bases have been reported. These include compounds with 2-amino-pyrimidine (Smith et al., 1995) and 2-aminobenzothiazole (Lynch et al., 1998) . Not only 3-aminobenzoic acid is more effective for the promotion of hydrogen-bonding extensions, but also forms various weak noncovalent interactions, such as π-π stacking and C-H···π interactions.
Our research program aims to gain hydrogen-bonding networks involving 3-aminobenzoic acid with 1,2-bis(4-pyridyl)ethane, which can develop well defined noncovalent supramolecular architectures and form multiple hydrogen bonds containing components of complementary arrays of hydrogen-bonding sites. The resulting crystal X-Ray structure ( Fig. 1) consists entirely of neutral 3-aminobenzoic acid molecules and neutral 1,2-bis(4-pyridyl)ethane units, with no proton transfer (Lynch & McClenaghan, 2001; Smith, 2005) . The title compound comprises non-planar molecules, similar to other analogous compounds (Smith et al., 1995; Lynch et al., 1998) The title compound's supramolecular structure can be readily analyzed in terms of carboxyl atom O1 and amino group N1 act as hydrogen-bond donors to pyridyl atoms N2 and N3. Similarly, N4, C22, C28, N1, C3, C38 act as hydrogen-bond donors to carboxyl atoms O2, O4, respectively (Table 1 and Fig. 2 ). This layer is consolidated by C-H ···π interaction (C12-H12A···Cg5; full details and symmetry code are given in Table   1 ). Futhermore, π-π ring stacking interactions are between neighboring complexes in the structure. The distance between Cg1 (N2/C8-C12)···Cg4 (N6/C34-C38) is 3.9985 (10) Å and dihedral angle between two rings is 9.86 (9) °.
Experimental
The 3-aminobenzoic acid (171.0 mg, 1.0 mmol) and 1,2-bis(4-pyridyl)ethane (184 mg, 1.0 mmol) were dissolved in 20 ml 50% methanol-water, the solution was refluxed for 30 min. The filtered solution was transferred to a 25 ml tube after one week at room temperature, and colorless transparent crystals formed (yield 59.36%). Elemental analysis calcd(%) for C 19 H 19 N 3 O 2 (Mr=321.37): C, 55.83; H, 5.96; N, 13.08; Found: C, 56.03; H, 5.92; N, 12.96 .
Refinement
Amino H atoms were located in a difference Fourier map and were refined isotropically. Water H atoms were located in a difference Fourier map and refined with the distances constraints of O-H = 0.84 Å, U iso (H) = 1.5U eq (O). Other H atoms were positioned geometrically with C-H = 0.95 (aromatic) and 0.99 Å (methylene), and refined using a riding model with U iso (H) = 1.2U eq (C). Figures   Fig. 1 . View of the title compound with the atom numbering scheme. Displacement ellipsoids for non-H atoms are drawn at the 50% probability level. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. (7) 0.0270 (7 
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Cg5 is the centroid of the C2-C7 ring. 
